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Sequences producing significant alignments: 



Score E 
(bits) Value 





339-30575 l.r.ef | MP 937792 ,1 | 


chromosome 1 open reading f ram. . . 


605 


e- 


172 


qi. 


16306971 | qb| AAH09558. 1 | 


Cloff40 protein [Homo sapiens] 


600 


e- 


170 




30.424906J ref |NP 780468. 1 | 


RIKEN cDNA 9330132005 [Mus mus... 


*b c? 


e- 


156 


qi 


3 8 5.4 12 63 1 qb I AAK 61908, 11 


Clorf40 protein [Homo sapiens] 


551 


e- 


155 


qi 


34880246 I ref |XP 341126. 1 | 


similar to scotin [Rattus norv. . . 


550 ' 


e- 


155 


Qi 


26387842 | dbi I BAC25627 . 1 1 


unnamed protein product [Mus mil... 


12 9 


8e 


-47 


qi 


27804873 | qb| AAO22908. 1 | 


adventurous gliding motility pro... 


6 0 


le 


-07 


qi- 


1 8 418 3 6 S | re f |NP. 56 7 9 5 6 . 1. J 


C2 domain-containing protein [ . . . 


5 


4e 


-06 


qi 


7-486289 Ipiirl IT05421 hypothetical protein F28A23.90 - Ara . . . 


55 


4e 


-06 




41529812 I emb | CAC86432 . 1 1 


PGYRP protein [Chlamydomonas re . . . 


54 


7e 


-06 


qi 


63.0791 1 pir j | S46965 microf ilarial sheath protein - nemato... 




le 


-05 


qi 


63.0789 l.pir | | S46964 microf ilarial sheath protein - nemato... 


[7. " i 


2e 


-05 


qi 


2 7 682 937 1. r e.f I X P .2 3 8 028 .1 | 


hypothetical protein XP 238028... 


5 ? 


3e 


-05 


qi 


41054375 | ref | NP 956004.11 


WW domain binding protein 2 [D... 


51 


6e 


-05 


qi 


22298097 | ref | NP 681344 . 1 | 


twitching mobility protein [Th... 


51 


6e 


-05 


qi 


25446695 | qb | AAN74842. l.| 


Unknown protein [Oryza sativa ( j . . . 


50 


8e 


-05 


qi 


4557317 | ref | NP 001148 . 1| 


annexin All; annexin XI; autoan... 


50 


8e 


-05 


qi 


20381005 i qb| AAH28765. 1 | 


0610010O12Rik protein [Mus muscu... 


50 


8e 


-05 


qi 


32417300 1 ref |XP 329128.11 


predicted protein [Neurospora . . . 




le 


-04 


qi 


3 3 3 2 8 913 1 qb 1 A AQ 09863.. 1 | 


CG16743 [Drosophila yakuba] 




2e 


-04 


qi 


32411879 | ref | XP 326420 . 1 | 


predicted protein [Neurospora . . . 


4 9 


2e 


-04 


qi 


15228861 i ref | NP 188919 . 1 1 


leucine-rich repeat family pro... 


4 9 


2e 


-04 


qi 


12 963551 i ref | NP .07 5657 . 1 | 


NMDA receptor glutamate-bindin . . . 


4 9 


3e 


-04 
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17568 4 1 9 l.reg j NP 50922-1 . 1 j GRounDhog, hedgehog-like (grd- 
375215,70 l,r,ef |NP__924947. 1 1 unknown protein [Gloeobacter v 

30704895 | qb] AA K 5 X 9 6 1 .1 1 2 61 03 17D23Rik protein [Mus muscu 
15640678 [ ref j NP 335715. 1 | hypothetical protein [Mycobact 

hypothetical protein Rvl233c [ 
OSJNBa0044M19 . 2 [Oryza sativa ( 
CONSERVED HYPOTHETICAL ME MB RAN 
Nuclear Assembly Factor 



1 5608373 j ref 1 N P . 215749. 1 | 



32 4 8 998 5 1 emb. | CA.S05 015 . 1 | 



| N? 014275 .11. 



6 324205 | ref | NP 01 4275 . 1 [ Nuclear Assembly Factor; Naflp 
40738790 1 qb | EAR57980.1 1 hypothetical protein AN6194.2 [A 
1 19 714! sp I PI 3 9 8 3 | EXTN TOBA C Extensin precursor (Cell wal 



15277556 I qb| AAH12875 . l.| Annexin All [Mus musculus] 
7304885 | ref | NP .038497 . 1 | annexin All; annexin Xl [Mus mu . 
4 303 3 5 1 2 | qb | EAB 833 90.11 unknown [environmental sequence] 



1 0 02 38 0 | qb [ AAC475 14 . 



RRM-type RNA binding protein 



7446344 Jpir | IJC5437 spliceosome-associated protein 49 - . 

34876896 1 ref jXP 2379 59.2.1. similar to annexin All [Rattus. 
1523.5668 | ref j NP 19307 0. 1 j leucine-rich repeat family pro. 



1 5 02 1 7 5 4. | qb | AAK 7 7904.11 root nodule extensin [Pi sum sati . 



26389968 [ db] I B&C2 582.0 - 1 I unnamed protein product [Mus mu . 
3 8 1 0 3 5 2.9 | q b | EAA5 0 2 1 4 . 1 j hypothetical protein MG03973.4 [. 
150.2,1752.1 qb.l AAK77903 . 1 j root nodule extensin [Pi sum sati. 
8 1 3,2 4,4 1 | qb | AAF 7 3 2 9 1 . 1 I extensin [Pisum sativum] 
74887.65 | pir |, | T10863 extensin precursor - kidney bean >gi . 
74 41851 |p i.r| | TO 67 8 2 extensin - soybean >gi | 1165322 | gb |AA. 
39595249 | em b | CAS 602 8-6 ■ 1 I Hypothetical protein CBG03869 [. 



7498673 | pir | IT07622 extensin homolog - soybean (fragment; 
1 1 358038] p ir Lj T48 627 hypothetical protein T15N1.30 - Ara . 
225,3095-2 | gb | A&M96980 . 1 1 putative protein [Arabidopsis th. 
42.567849 | ref |NP_19 6958 . 2 | proline-rich family protein [A. 
29831993 j ref | NP 82.6627 . 1 | -hypothetical protein [Streptom. 

6912578 1 ref | NP. 036 52.2 . 1 | protein homologous to salivary . 



20,904065 
348 67281 



,5610825 



40741053 



31794860 



ref | XP_13.94 8_8_._1J_ similar to hypothetical protei. 

r e f | XP 2 355 1,1 . 2 J . similar to hypothetical protei. 
ref |NP___21920 6. 1 [ hypothetical protein Rv3689 [M. 
qb| EAA.602 43. 1| hypothetical protein AN8 694 . 2 [A. 

PROBABLE CONSERVED TRANSMEMBRA. 



reflNP 8; 



553.11 



7442 09 5 | pir | IT0996.5 extensin CYC17 precursor - Madagasca . 
1,81.48443 | d.bi I.BAB63257 . 1 | galectin family xgalectin-IIa [ . 
1 7 5 6 0 7 0 2 | re f J NP 5 0 5 9 2 9 . 1 j pleckstrin-like (42.2 kD) ( 5M3 . 



119711 1 sp 1 P0 659 9 | EXTN DAUCA Extensin precursor >gi[ 82047. 



'.1455507 | dbj | BAC77379. 1 putative MAPK activating protei. 



632.2 645 | ref | NP 012718 .1. 



.3 9 59 534 0 1 emb | CAE 6037 7.1. 



235^ pygopus 2 [Homo sapiens] >gi | 2 . 

399769 I sp j g,0 1,4 9 3 I SP2.2___,LITCA Major microfilaria! sheath p. 

eIF4E-associated protein, binds. 
Hypothetical protein CBG03978 [. 
Hypothetical protein CBG06068 [ . 
root nodule extensin [Pisum sati. 

DKFZp564J157 protein [Homo sapi. 
root nodule extensin [Pisum sati. 



395937.57 | embj CAE62050. 1 



1 5 0 2_1_7_5 0.Lgb.J_7_^K77 9_0_2 .__1_[_ 
8922157, |, ref I NP 060927 .1 



,5021742 j qb| AAK77898. 1 1 



2499599 | s p [ QI3164 I MK 07 HUM AN Mitogen- activated protein k. 



3 7 63 172,li,9ib_|,AAQ 977 63_.lj 
1 5 02,1 7 4 8. 1 qb | ARK 7 7 9 0 1 . 1. 1 



cleavage and polyadenylation spe 
root nodule extensin [Pisum sati 
unknown [Dictyostelium discoideum] 

-4656484 | ref | NP 611516. 1 | CG15225-PA [Drosophila melanog . . 



2.0 0 7 3 2 3 | qb | AAG-4 5 1 : 



II 



48 



4 7 
47 
4 6 
4 6 

4 6 

4 6 
4 6 
4 6 
46 

4 6 
4 6 
4 6 

_4.6 

4 6 
4 6 
46 
4 5 
4 5 



4.5 
4 4 
44 
44 
_44 

44 

J± 
43 

43 

43 
43 



448,9,0757 |gb|&AH66943,l__ DKFZp564J157 protein [Homo sapiens] 



43 
43 

43 
43 



6 



3e-04 
5e-04 

5e-04 
6e-04 
6e-04 
6e-04 
6e-04 
8e-04 
0. 001 
0. 001 

0.0-01 

0. 001 
0.001 
0. 001 
0.001 

0.001 
0. 001 
0. 001 

0. 001 
0. 001 
0. 001 
0. 002 
0. 002 
0.003 
0. 003 
0. 003 
0.004 
0.004 
0.004 
0.004 

0. 004 

0. 004 

0. 004 
0. 005 
0.005 
0. 005 
0. 006 

0. 006 

0. 006 
0. 009 

0. 009 

0. 009 
0. 009 
0. 009 
0. 009 
0.009 
0. 012 

0.012 
0.012 

0. 012 
0. 012 
0. 012 
0. 012 

0. 012 
0. 012 
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qi 


38175539 | dbj | EAD0123 


2.1| 


proline-rich protein f amily-lik . . . 


4 3 


0 


012 


qi 


38303820 I gb[AAK62074 


•i! 


Grina protein [Rattus norvegicus] 


43 


0 


012 


gi 


15 02 1 7 5 6 | gb | AAK7 7 9 0 5 


• 1 1 


root nodule extensin [Pisum sati . . . 


4 3 


0 


012 


qi 


4 0 7 4 4 4 6 9 | qb | E AA6 36 4 5 


.11 


hypothetical protein AN3074.2 [A... 


4 3 


0 


016 


qi 


27803071 | emb | CAD6077 


4.11 


unnamed protein product [Podosp... 


4 o 


0 


016 


q,i. 


37532418 | ref j KP 9205 


ll-.l 1 


putative retroelement [Oryza s. . . 




0 


016 


qi 


7 2 7 1. 2 2 7 | emb | CAB 7 7 67 8 


,11 


IiypOL-IlfciUJ.CciJ_ pLU Lclll bJ JJ — > - U H L^J - - • 




o 


016 


qi 


2Q37681S | ref |NP 6204 


31.1.1 


WW ClOILlcr-LIl IJ X I 1<-1 J. II q piu LC±I1 *L [ Ix . . . 


i] 3 


o 


016 


qi 


12836298J dbi 1 BA32359 


4.1| 


unnamed protein product [Mus mu . . . 


43 


0 


016 


qi 


630627 | pir i I 34 4 809 


F44BS 


. 8 protein - Caenorhabditis elegans 


4 3 


0 


016 


qi 


19881654 i qb | AAM 0 1 0 5 5 


..1 1 


pULdllVC pUl \J{J ± yjJJ_Ut J tr_L±l [Wly Z.d . . . 


4 3 


o 


016 


qi 


38110299 | qb| EAA56040 


. 11 


hypothetical protein MG01691.4 [ .- . . 


43 


0 


016 


qi 


8394539 | ref | NP .0585-48 . 1 | 


WW domain binding protein 2 [Mu... 


r. 


0 


016 


.qi 


3 97 9 58 3 4 | qb | AAH 642 36 


.11 


MGC76193 protein [Xenopus tropic... 


t; 2 


o 


02 1 


qi 


3330.3761 | qb| AAQ02394 


.11 


mitogen-activated protein kinase... 


42 


0 


021 


qi 


30585137 | qb| AAP36841 


• 11 


Homo sapiens mitogen-activated p... 


42 


0 


021 


qi. 


2 0 98 65 0 1 1 ref | NP 62 0 6 


02.. 1 i 


mitogen-activated protein kina... 


42 


0 


021 


y • 


2 098 64 97 | ref | NP 0027 


4 0.2 i 


mitogen-activated protein kina... 


42 


0 


021 


qi 


41055409 l.ref |.NP 9.56928, 1 1 


hypothetical protein MGC63968 . . . 


A ~: 


0 


021 


qi 


7512757 |pir| IT34520 


hypothetical protein DKFZp564 J157 . 1 ... 


A n 


0 


021 


.gi. 


2 0 9.8 64 9 9 | ref J NP 62 0;6 


01.11 


mitogen-activated protein kina... 


S' '? 


0 


021 


qi 


7 013 4211 emb 1 CAB 5 91 7 9 


.2| 


hypothetical protein [Homo sapiens] 


42 


0 


021 



Alignments 



Get selected sequences j Select all j Deselect j»ll j 



O >qi | 3 99305 75 | r ef jNP. 937792 . l.| H chromosome 1 open reading frame 40 [Homo sapiens 

qi ] 37182300 \ qb [AA08895 2 . 1 I H PPAG583 [Homo sapiens] 
Length = 197 

Score = 605 bits (1421), Expect = e-172 

Identities - 188/198 (94%), Positives = 188/198 (94%), Gaps = 7/198 (3%) 

Query: 1 MPPAGLRW--PLTAIALLVLGAPLVLAGEDCLWYLDRNGSWHPGFNCEFFTFCCGTCYHR 58 

MPPAGLR PLTAIALLVLGAPLVLAGEDCLWYLDRNGSWHPGFNCEFFTFCCGTCYHR 
SBjct: 1 MPPAGLRRAAPLTAIALLVLGAPLVLAGEDCLWYLDRNGSWHPGFNCEFFTFCCGTCYHR 60 

Query: 59 YCCRDLTLLITERQQKHCLAFS PKTIAGIASAVTLFVA — WATTICCFLCSCCYLYRRRQ 116 

YCCRDLTLLITERQQKHCLAFS PKTIAGIASAVILFVA ATTICCFLCSCCYLYRRRQ 
Sbjct: 61 Y C CRDLT LL I TERQQKHCLAFSPKT I AGI AS AV I LFVAVV- ATTICCFLCSCCYLYRRRQ 119 

Query: 117 QLQS PFEGQEIPMTGI PVQPVYPYPQDPM-GPAPPQPGFMYPPSGPAPQYPLYPAGPPVY 175 

QLQSPFEGQEIPMTGI PVQPVYPYPQDP GPAPPQPGFMYPPSGPAPQYPLYPAGPPVY 
Sbjct: 120 QLQS PFEGQEIPMTGI PVQPVYPYPQDPKAGPAPPQPGFMYPPSGPAPQYPLYPAGPPVY 179 

Query: 176 NP-MPPPYMPPQPSYPGA 192 

NP PPPYMPPQPSYPGA 
Sbjct: 180 NPAAPPPYMPPQPSYPGA 197 



O >gi I 16306971 l.gb | AAH09558 . 1 | 111 Clorf40 protein [Homo sapiens] 
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Length = 228 
Score = 600 bits (1409), Expect = e-170 

Identities = 187/198 (94%), Positives = 188/198 (94%), Gaps = 7/198 (3%) 



Qus iry '. 


1 


MPPAGLRW-- PLTAIALLVLGAPLVLAGEDCLWYLDRNGSWHPGFNCEFFTFCCGTCYHR 


58 




MPPAGLR PLTAIALLVLGAPLVLAGEDCLWYLDRNGSWHPGFNCEFFTFCCGTCYHR 




Sbjct: 


32 


MPPAGLRRAAPLTAIALLVLGAPLVLAGEDCLWYLDRNGSWHPGFNCEFFTFCCGTCYHR 


91 


Query: 


59 


YCCRDLTLLITERQQKHCLAFSPKTIAGIASAVILFVA — WATTICCFLCSCCYLYRRRQ 


116 




YCCRDLTLLITERQQKHCLAFSPKTIAGIASAVILFVA ATTICCFLCSCCYLYRRRQ 




Sbjct: 


92 


YCCRDLTLLITERQQKHCLAFSPKTIAGIASAVILFVAVV-ATTICCFLCSCCYLYRRRQ 


150 


Query : 


117 


QLQSPFEGQEIPMTGI PVQPVYPYPQDPM-GPAPPQPGFMYPPSGPAPQYPLYPAGPPVY 


175 






QLQSPFEGQEIPMTGI PVQPVYPYPQDP GPAPPQPGF+YPPSGPAPQYPLYPAGPPVY 




Sbjct : 


151 


QLQSPFEGQEI PMTGI PVQPVYPYPQDPKAGPAPPQPGFI YPPSGPAPQYPLYPAGPPVY 


210 


Query : 


176 


NP-MPPPYMPPQPSYPGA 192 








NP PPPYMPPQPSYPGA 




Sb j ct : 


211 


NPAAPPPYMPPQPSYPGA 22 8 




□ >qi 1 


30424906 l.ref | NP 780468. . 1 I H RIKEN cDNA 9330132005 [Mus mu'sculus] 


dij 26: 


333273 i dbj ! BAC30354 . 1 | H unnamed protein product [Mus musculus] 




ai I 279241 


62 i.gb | AAH4 4 8 1 3 . 1 | H RIKEN cDNA 9330132005 [Mus musculus] 








Length = 197 




Score 




553 bits (1298), Expect = e-156 




Identities = 175/199 (87%), Positives = 179/199 (89%), Gaps = 9/199 (4%) 


Query : 


1 


MPPAGLRW- --PLTAIALLVLGAPLVLAGEDCLWYLDRNGSWHPGFNCEFFTFCCGTCYH 


57 






MP PAG R PL A+ LLVLGAPL LA EDCLWYLDRNGSWHPGF+CEFFTFCCGTCY 




Sbjct : 


1 


MPPAGPR-GTAPLAAVVLLVLGAPLALASEDCLWYLDRNGSWHPGFDCEFFTFCCGTCYQ 


59 


Query : 


58 


RYCCRDLTLLITERQQKHCLAFSPKTIAGIASAVILFVA — WATTICCFLCSCCYLYRRR 


115 






RYCCRDLTLLITERQQKHCLAFSPKTIAGIASAVILFVA ATTICCFLCSCCYLYRRR 




Sbjct: 


60 


RYCCRDLTLLITERQQKHCLAFSPKTIAGIASAVI LFVAVV-ATTICCFLCSCCYLYRRR 


118 


Query : 


1T6 


QQLQSPFEGQEI PMTGI PVQPVYPYPQDPM-GPAPPQPGFMYPPSGPAPQYPLYPAGPPV 


174 






QQLQS FEGQEI PMTGIP+QPVY YP DP GPAPPQPGFMYPPSGPAPQYPLYPAGPP+ 




Sbjct : 


119 


QQLQSTFEGQEI PMTGIPMQPVYQYPPDPKAGPAPPQPGFMYPPSGPAPQYPLYPAGPPI 


178 


Query : 


175 


YNP-MPPPYHPPQPSYPGA 192 








YNP PPPYMPPQPSYPGA 




Sbjct : 


179 


YNPAAPPPYMPPQPSYPGA 197 




□ >gi | 385' 


■11263 | gb IAAK6IS08 . 1 | fH Clorf40 protein [Homo sapiens] 








Length = 176 




Score 




551 bits (1292), Expect = e-155 




Identities = 169/177 (95%), Positives = 170/177 (96%), Gaps = 5/177 (2 l 


i) 


Query : 


20 


APLVLAGEDCLWYLDRNGSWHPGFNCE FFTFCCGTCYHRYCCRPLTLLITERQQKHCLAF 


79 




APLVLAGEDCLWYLDRNGSWHPGFNCE FFTFCCGTCYHRYCCRDLTLLITERQQKHCLAF 




Sbjct : 


1 . 


APLVLAGEDCLWYLDRNGSWHPGFNCE FFTFCCGTCYHRYCCRDLTLLITERQQKHCLAF 


60 
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Query: 80 S PKTIAGIASAVILFVA — WATTICCFLCSCCYLYRRRQQLQSPFEGQEIPMTGI PVQPV 137 

SPKTIAGIASAVI LFVA ATTICCFLCSCCYLYRRRQQLQSPFEGQEIPMTGIPVQPV 
Sbjct: 61 SPKTIAGIASAVILFVAVV-ATTICCFLCSCCYLYRRRQQLQSPFEGQEIPMTGIPVQPV 119 

Query: 138 YPYPQDPM-GPAPPQPGFMYPPSGPAPQYPLYPAGPPVYNP-MPPPYMPPQPSYPGA 192 

YPYPQDP GPAPPQPGF+YPPSGPAPQYPLYPAGPPVYNP PPPYMPPQPSYPGA 
Sbjct: 120 YPYPQDPKAGPAPPQPGFI YPPSGPAPQYPLYPAGPPVYNPAAPPPYMPPQPSYPGA 176 



H > qjUJM 8 8 0 2 4 6 | r efj XP 3411 2 6. 1 | 111 similar to scotin [Rattus norvegicus] 
Length = 197 

Score = 550 bits (1290), Expect = e-155 

Identities = 174/199 (87%), Positives = 178/199 (89%), Gaps = 9/199 (4%) 

Query: 1 MPPAGLRW PLTAIALLVLGAPLVLAGEDCLWYLDRNGSWHPGFNCEFFTFCCGTCYH 57 

MP PAG R PL A+ LLVLGAPL LA EDCLWYLDRNGSWHPGF+CEFFTFCCGTCY 

Sbjct: 1 MPPAGPR-GVAPLAAVVLLVLGAPLALASEDCLWYLDRNGSWHPGFDCEFFTFCCGTCYQ 59 

Query: 58 RYCCRDLTLLITERQQKHCLAFSPKTIAGIASAVILFVA--WATTICCFLCSCCYLYRRR 115 

RYCCRDLTLLITERQQKHCLAFS PKTIAGIASAVILFVA ATTICCFLCSCCYLYRRR 
Sbjct: 60 R YCCRDLT LLITERQQKHCLAFSPKT I AGI AS AV I LFVAVV- ATTICCFLCSCCYLYRRR 118 

Query: 116 QQLQSPFEGQEI PMTGI PVQPVYPYPQDPM-GPAPPQPGFMYPPSGPAPQYPLYPAGPPV 174 

QQLQS FEGQEI PMTGI P+QPVY YP DP GP PPQPGFMYPPSGPAPQYPLYPAGPP+ 
Sbjct: 119 QQLQSTFEGQEIPMTGT PMQPVYQYPPDPKAGPGPPQPGFMYPPSGPAPQYPLYPAGPPI 178 

Query: 175 YNP-MPPPYMPPQPSYPGA 192 

YNP PPPYMPPQPSYPGA 
Sbjct: 179 YNPAAPPPYMPPQPS YPGA 197 



P > qi | 26387842 | dbj j BAC25627.. 1 | H unnamed protein product [Mus musculus] 
Length = 146 

Score = 189 bits (440) , Expect = 8e-47 
Identities = 53/56 (94%),- Positives = 54/56 (96%) 

Query: 24 LAGEDCLWYLDRNGSWHPGFNCEF FT FCCGTCYHRY CCRDLT LLTTERQQKHCLAF 79 

LA EDCLWYLDRNGSWHPGF+CEFFTFCCGTCY RY CCRDLT LL I TERQQKHCLAF 
Sbjct: 66 LAS EDCLWYLDRNGSWHPGFDCEF FT FCCGTCYQRY CCRDLT LLI TERQQKHCLAF 121 



□ >_gi^L27 804o73 | qb 1 AAQ 22 90 8 . 1 | adventurous gliding motility protein X [Myxococcus x 
Length =67 4 

Score = 59.6 bits (133), Expect = le-07 

Identities = 33/78 (42%), Positives = 35/78 (44%), Gaps = 34/78 (43%) 

Query: 124 GQEIPMTGIPVQPVY PYPQDPMG PAP-P QPGFMYPPSGPAPQYPLYPAGP 172 

G E+PM QP+ PY Q PM PAP P QPG PQY 
Sbjct': 316 GAEVPMA QPMAS PMPYGQQPMQQYPQPAPMPYGHQPG PQYA 356 

Query: 173 PVYNPMPPPYMPPQPSYP 190 

PMP PY PPQPSYP 
Sbjct: 357 -'--QPMPAPY-PPQPSYP 370 
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□ >gi |1 8418388| ref | NP 567956 . 1 1 C2 domain-containing protein [Arabidopsis thaliana 
gill 572 4316.1 ,qb |. AAL 06551.11 AT4g34150/F28A23_90 [Arabidopsis thaliana] 
gi | 23397247 | qb \ ft. AN31.9 05 . 1 I unknown protein [Arabidopsis thaliana] 
Length = 247 

Score = 54.5 bits (121), Expect = 4e-06 

Identities = 35/71 (49%), Positives = 35/71 (49%), Gaps = 29/71 (40%) 

Query: 138 YP YPQDPMG — PA PPQPGFMYPP SGPAPQYP LYPAGPP — VYNPMP 179 

YP YPQ P G PA PPQP YPP SG YP YP PP Y P 
Sbjct: 172 YPQVQQYPQ-PSGYPPASGYPPQPS-AYPPPSTSG YPPIPSAYPPPPPSSAY P 222 

Query: 180 P-PYMPPQPSY 189 

P PY PPQPSY 
Sbjct: 223 PQPY-PPQPSY 232 



□ >gi | 7486289 Ipir | JT05421 hypothetical protein F28A23.90 - Arabidopsis thaliana 

gi |" 2911047.1 emb j CAA -17557 .. 1] putative protein [Arabidopsis thaliana] 

qij 7 27 0 3 6 4 "| emb | CAB 8 01 32 . 1 | putative protein LArabidopsis thaliana] 
Length = 279 

Score = 54.5 bits (121), Expect = 4e-06 

Identities = 35/71 (49%), Positives = 35/71 (49%), Gaps = 29/71 (40%) 

Query: 138 TP YPQDPMG- -PA PPQPGFMYPP SGPAPQYP LYPAGPP VYNPMP 179 

YP YPQ P G PA PPQP YPP SG YP YP PP Y P 

Sbjct: 191 YPQVQQYPQ-PSGYPPASGYPPQPS-AYPPPSTSG YPPIPSAYPPPPPSSAY— -P 241 

Query: 180 P-PYMPPQPSY 189 

P PY PPQPSY 
Sbjct: 242 PQPY-PPQPSY 251 



□ >qi I 415-2 9812 [ emb i CAC8 6432 . 1 | PGYRP protein [Chlamydomonas reinhardtii] 
ci I 41529814 ! emb j CAD32174 . 1 1 proline-glycine-tyrosine rich protein [Chlamydomonas 
Length = 169 

Score = 53.7 bits (119), Expect = 7e-06 

Identities = 36/77 (46%), Positives = 37/77 (48%), Gaps = 32/77 (41%) 

Query: 136 PVYP — YPQDPMGPA--PPQPGFMYP-PSG — PAPQYPL YPAGP PVYNPMPP 180 

p YP YP P PA PPQPG YP P+G P P YP YP P P Y PP 
Sbjct: 12 PGYPPGYP — P--PAGY PPQPG — YPAPAGYPPQPGYPPQPGYPPQPGYPPQPGY PP 62 

Query: 181 P YMPPQPSYP 190 

P Y PPQP YP 

Sbjct: 63 PAGY PAPGY - PPQ PGY P 78 



j " ; >g j i 63 0791 1 pir | 1 S4696 5 microf llarial sheath protein - nematode (Brugia pahangi) 
qi 1 51~6355 | emb | CAR84597.. 1.1 microf ilarial sheath protein [Brugia pahangi] 
Length = 228 
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Score = 53.2 bits (118), Expect = le-05 

Identities = 35/78 (44%), Positives = 36/78 (46%), Gaps = 26/78 (33%) 

Query: 12 8 PMTGIPVQPVYP- YPQDPMGPAPPQPGFMYPPSGPAPQYPL YPAGPPVYNPMPP 18 0 

PM +P P YP YPQ P P PPQ YP APQYP YP P Y P PP 

Sbjct: 120 PM--VPQPPQYPQPPQYPQPPQYPQPPQ YPQ APQYPQAPQYPQVPQ-Y-PQPP 168 

Query: 181 PYMPPQ — PSYP 190 

Y PPQ P YP 

Sbjct: 169 QYQPPQYQPPQYQPPQYP 186 



Score = 29.5 bits (62), Expect = 141 

Identities = 21/53 (39%), Positives = 22/53 (41%), Gaps = 27/53 (50%) 

Query: 136 PVYP YPQDPMGPA PPQPGFMYPPSGP APQYPLYP-AG 171 

P YP YPQ P PPQ Y P P AP+YP YP AG 

Sbjct: 156 PQYPQVPQYPQ PPQYQPPQYQPPQ YQP — PQYPKAPKYPQYPTAG 198 



□ > qi | 630789 l.pi r 1 | S , 46964 rnicrof ilarial sheath protein - nematode (Brugia malayi) 
gjj 5 1 6 3 5 3 | emb 1 CAAS 4 5 9 6 . 1 j microf ilarial sheath protein [Brugia malayi] 
Length = 2 37 

Score = 52.0 bits (115), Expect = 2e-05 

Identities = 35/84 (41%), Positives = 36/84 (42%), Gaps = 31/84 (36%) 

Query: 128 PMTGIPVQPVYP YPQDPMGPAPPQPGFMYPPSGPAPQYPL YPAGP — 172 

PM +P P YP YPQ P P PQ YP APQYP YP P 

Sbjct: 121 PM — VPQPPQYPQLPQYTQPPQYPQAPQYPQAPQ YPQ---APQYPQAPQYPQAPQY 171 

Query: 1.73 - — PVYNPMPPPYM'PPQ PSYP 190 

P Y P PP Y PPQ P YP 
Sbjct: 172 PQVPQY-PQPPQYQPPQYQPPQYP 194 



□ >a;i . J | 27632937 I ref J X P 238028 . 1 | H hypothetical protein XP_238028 [Rattus norvegicu 
Length = 103 

Score = 51.5 bits (114), Expect = 3e-05 

Identities = 25/53 (47%), Positives = 26/53 (49%), Gaps - ZO/53 (37%) 

Query: 139 PYPQDPMGP--APPQPGFMYPPSGPAPQ YPLY PAGPP VY 175 

PYPQ PMGP APP G+ YPP PQ YP Y P PP VY 

Sbjct: 2 0 PYPQQPMGPMGAPPPQGYPYPP PQGYPYQGYPQYGWQGGPQEPPKTTVY 68 



Score = 38.8 bits (84), Expect = 0.22 

Identities = 24/52 (46%), Positives = 25/52 (48%), Gaps = 12/52 (23%) 

Query: 145 MGPAPPQPGFMYPPSGPAPQYPLYPAGPPVYNPM — PP PYMPPQPSYP 190 

MP P P YP GP YP YP P+ PM PP PY PPQ YP 

Sbjct: 1 MNPENPPP YPGPGPTAPYPPYPQ-QPM-GPMGAPPPQGYPYPPPQ-GYP 46 
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□ >gi I 41054375 | ref | NP_956004 . 1 J H WW domain binding protein 2 [Danio rerio] 
csi I 314192 13 j qb j AAH53232 ■ 1 I H WW domain binding protein 2 [Danio rerio] 
Length = 255 

Score = 50.7 bits (112), Expect = 6e-05 

Identities = 30/51 (58%), Positives = 30/51 (58%), Gaps = 13/51 (25%) 

Query: 147 PAPPQPGFMY P-PSGP-AP — QYPLY-PA-GPPVYNPMPPPYMPPQPSYPG 191 

PA PQP YP PS P AP QYP Y PA G VY P P YM P P YPG 
Sbjct: 157 PAMPQP---YPYPSMPQAPYSQYP-YAPAAG — VY- PSAPVYMAPPPPYPG 200 



Score = 41.8 bits (91), Expect = 0.028 

Identities = 34/97 (35%), Positives = 35/97 (36%), Gaps = 54/97 (55%) 

Query: 135 QPVYPYPQDPMGPAP-PQPGFMYP PSGP- — APQYPLYPAGPP V- 174 

QP YPY'P M AP Q YP PS P AP P YP GPP V 

Sbjct: 161 QP-YPYP — SMPQAPYSQ^ YPYAPAAGVYPSAPVYMAPP-PPYP-GPPQDWAALPVA 211 

Query: 175 YNP MP PPYMPPQ 186 

YNP MP PPY PP+ 

Sbjct: 212 PANAKAAEAASSAFYNPSNPHSVYMPSDLPPPYFPPE 2 48 



□ > ct.i I 22298097 | ref | NP 681344 . 1 1 twitching mobility protein [Thermosyhechococcus el 
qi J 222 9 4 27 5 I db] I BAC0 810 6. 1 1_ twitching mobility protein [Thermosynechococcus el-ong 
Length = 446 

Score = 50.7 bits (112), Expect = 6e-05 

Identities = 30/56 (53%), Positives = 30/56 (53%), Gaps = 19/56 (33%) 

Query: 144 PMGPA PPQPGFMYPPSGPAPQYPLYPAG-PPVYNPMPP -PYMPPQP 187 

PMG A PPQPG M PP PAP P P G PP PMPP P MPPQP 

Sbjct: 25 PMGAAVPPMPPQPG-MAPPR-PAPPPP — PQGMPP — RPMPPQPGMPPRP-MPPQP 73 



G >gij_2 5 44 66_9 5 j qb | A PI-}! 48 42.1 | Unknown protein [Oryza sativa (japonica cultivar-gro 
Lenqth = 2 41 

Score = 50.3 bits (111), Expect = 8e-05 

identities = 34/72 (47%), Positives = 35/72 (48%), Gaps = 29/72 (40%) 

Query: 133 PVQPVY — PY PQDPMGPAPPQPGFMYPPSG — PA- - PQ YPLYPAGPPVYNPMPP 180 

P QP Y PY P PAPP G YPP+ PA PQ YP P G Y PP 
Sbjct: 177 PQQPAYGQPYGGYP PAP PAQG- - Y P PAAY P PAGY PQ GGAY P--PPGS — Y PP 222 

Query: 181 P — YMPPQPSYP 190 

P Y PPQ SYP 
Sbjct: 223 PGSY-PPQGSYP 233 



G >ql | 455 7317| re ;: | M P __0 01 14 8 . 1 [ 



annexin All; annexin XI; autoantigen, 56-kD; calc 
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annexin 50 [Homo sapiens] 
(J i 1221 6 5 4 3 1 i re f j N P__6 6 5 3.7 5 . 1 i_ H annexin All; annexin XI; autoantigen, 56-kD; calcy 

annexin 50 [Homo sapiens] 
qi | 22165433 I ref I HP 665876.1; H annexin All; annexin XI; autoantigen, 56-kD; calcy 

annexin 50 [Homo sapiens] 
gi | 1703322 | sp I P50995 | ANXBJ-IUMAN H Annexin All (Annexin XI) ( Calcyclin-associated 

(56 kDa autoantigen) 
qi 1 1062212J pirj [A53L52 annexin XI - human 

qi 1,457 1 2 9 | qb | RAA1 97 34. 1 I D 56K autoantigen 

ai ] 8 6.71171 1 em b [ CA394995. 1 | 11 annexin All [Homo sapiens] 

1 annexin All [Homo sapiens] 

1 annexin All [Homo sapiens] 

1 Annexin All [Homo sapiens] 

Score = 50.3 bits (111), Expect = 8e-05 

Identities = 36/91 (39%), Positives = 38/91 (41%), Gaps = 47/91 (51%) 

Query: 138 YP YPQDPMGPAPP QP GFMYPPSG— PA--PQYPLYPAGP 172 

. YP YP P PP QP G MYPP G P+ P YP YP G 

Sbjct: 74 YPGAPGAGYP-- PVPPGGFGQPPSAQQPVPPYG-MYPPPGGNPPSRMPSYPPYP-GA 126 

Query: 173 PVYNP M'PPP YMPPQP — SYPG 191 

PV P MPPP Y P QP +YPG 

Sbjct: 127 PV-- PGQ PMPPPGQQPPGAY-PGQPPVTYPG 154 



qi i 


8 67 


117 3| emb | CAB 9 4996. 


.11 


gi.l 


8 67 


1 1 7 5 | emb i CAB 94 9 9 7 . 


. 1 1 


ai 1 


140 


43153 i Qb | ARH07564. 


.11 


Length = 505 



Score = 30.3 bits (64), Expect = 79 

Identities = 21/52 (40%), Positives = 22/52 (42%), Gaps = 22/52 (42% 

Query: 138 YP-YPQDPMGPAPPQPGFMYPPSGPAPQYPLYPAGP PVYNPMPPPYMPP 185 

YP YP PP G YPP+ P GP Y P PPP MPP 

Sbjct: 3 YPGYP — PPPGG — YPPAAPG GGPWGGAAY- P- PPPSMPP 36 



}'" > gj | 20381005 | qb [ AAK2 8.7S5 . 1 1 H 0610010O12Rik protein [Mus musculus] 
Length = 104 

Score = 50.3 bits (111), Expect = 8e-05 

Identities = 25/56 (44%), Positives = 26/56 (46%), Gaps = 23/56 (41%) 

Query: 139 PYPQDPMGP APPQPGFMYPPSGPAPQ YPLY PAGPP VY 175 

PYPQ PMGP APP G+ YPP PQ YP Y P PP VY 

Sbjct: 20 PY PQQPMGPMGPMGAP PPQGY PY P P PQGYPYQGYPQYGWQGGPQEPPKTTVY 71 



Score = 40.1 bits (87), Expect = 0.091 

Identities = 25/54 (46%), Positives = 26/54 (48%), Gaps = 13/54 (24%) 

Query: 145 MGPAPPQPGFMYPPSGPAPQYPLYPAGP-- PVYNPM — PP PYMPPQPSYP 190 

MPPP YP GP YP YP P P+ PM PP PY PPQ YP 

Sbjct: 1 MNPENPPP YPGPGPTAPYPPYPQQPMGPM-GPMGAPPPQGYPYPPPQ-GYP 49 



